Crystal data 
In the title compound, C 14 H 14 BrNO 4 , the dihydropyridine ring adopts a screw-boat conformation. In the crystal, pairs of N-HÁ Á ÁO hydrogen bonds link the molecules into inversion R 2 2 (10) dimers.
Related literature
For the synthesis of 1,2-dihydroquinolines, see: Hu et al. (2011); Yadav et al. (2007 Yadav et al. ( , 2008 ; Waldmann et al. (2008) ; Zhang & Ji (2011) . For the biological activity of dihydroquinolines, see : Craig & Pearson (1971) ; Muren & Weissman (1971) ; Hamann et al. (1998) ; He et al. (2003) ; LaMontagne et al. (1989) . For related structures, see: Gü ltekin et al. (2010, 2011a,b, 2012) . For hydrogen-bond motifs, see: Bernstein et al. (1995) . For ring-puckering parameters, see : Cremer & Pople (1975) .
Experimental
Crystal data Table 1 Hydrogen-bond geometry (Å , ).
Symmetry code: (i) Àx þ 1; Ày; Àz.
Data collection: X-AREA (Stoe & Cie, 2001 ); cell refinement: X-AREA; data reduction: X-RED32 (Stoe & Cie, 2001); program(s) used to solve structure: SHELXS97 (Sheldrick, 2008 ); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: ORTEP-3 for Windows (Farrugia, 1997) ; software used to prepare material for publication: WinGX (Farrugia, 1999) and PLATON (Spek, 2009 (Craig & Pearson, 1971; Muren & Weissman, 1971 ). Many methods have been reported in the literature for the preparation of 1,2-dihydroquinolines (Yadav et al., 2007 (Yadav et al., , 2008 . The most convenient method is the condensation of aromatic amines with ketones using a catalytic amount of a Lewis acid or Brønsted acid (Hu et al., 2011; Waldmann et al., 2008; Zhang & Ji, 2011) . Dihydroquinolines are also powerful intermediates for the preparation of quinolines and many quinolines display biological effects (Hamann et al., 1998; LaMontagne et al., 1989; He et al., 2003) . (Gültekin et al., 2012) have also been determined.
In the title compound, (I), (Fig. 1) , the ring A (C2-C4/C9/C10/N1) is not planar, but adopting a screw-boat confromation with puckering parameters (Cremer & Pople, 1975 ) Q T = 0.339 (5)Å, φ = -162.6(1.5)° and θ = 129.2(1.1)°.
In the crystal structure, intermolecular N-H···O hydrogen bonds (Table 1) link the molecules into centrosymmetric R 2 2 (10) dimers (Bernstein et al., 1995) (Fig. 2 ).
The title compound was synthesized by the literature method (Waldmann et al., 2008) . p-bromo aniline (100 mg, 1 eq) was dissolved in acetonitrile (1.5 ml), and then Bi(OTf) 3 (5 mol%, 0.05 eq) and methyl pyruvate (2.2 eq) were added to the mixture. The mixture was heated by microwave irradiation for 7 h until the starting material was completely consumed as monitored by TLC. The resultant residue was directly purified by flash chromatography on silica (EtOAc:Cylohexane 1:2). Recrystallization over pentane and ethyl acetate (70:30) gave a yellow crystalline solid (yield: 81%), R f 0.5 (2:1 Cyclohexane/EtOAc) m.p. 379-381 K.
Refinement
Amino H atom was located in a difference map and refined isotropically, the C-bound H atoms were positioned geometrically with C-H = 0.93 and 0.96 Å, and constrained to ride on their parent atoms, with U iso (H) = k × U eq (C), where k = 1.2 for aromatic and k = 1.5 for methyl H atoms, respectively. SHELXL97 (Sheldrick, 2008) ; molecular graphics: ORTEP-3 for Windows (Farrugia, 1997) ; software used to prepare material for publication: WinGX (Farrugia, 1999) and PLATON (Spek, 2009 The molecular structure of the title compound with the atom-numbering scheme. Displacement ellipsoids are drawn at the 50% probability level. Extinction coefficient: 0.038 (5) Special details Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > 2sigma (F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. 
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